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[ ] [ ] Edit Save Documents [ Branch

Optionally saves the current results. And optionally starts
a branch beginning fram an earlier step in the warkflow.

Save these documents as output from workflow
Save In sub-folder called:

Select these documents when the operation completes
And then
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https://assets.geneious.com/tutorials/Creating+Workflows.tutorial.zip
https://www.digital-biology.co.jp/html/japanese/mail/TDBNews2025_02/BMA.pdf
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Workflow Name:  Sanger analysis

Author: | Genelous Prime &b
Sanger sequences trimming, de nove assembly, multiple alignment and tree building
Description:
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2 [ ] share (read-only) with other Geneious Cloud users
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i Trim Ends

Options: Error prabability..=0.01; Trim regions...

==  AlignfAssemble -> De Novo Assemble \/
Options: "No Documents..."; Trim regions... |

Save Documents [ Branch

Options: Save

(%  Generate Consensus Sequence
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Alignment -> MUSCLE Alignment

TreeBuilding -> Genelous Tree Builder
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Manage Workflows ...

(T

Run Warlkflow...

Align DMNA then build tree
Align DMNA via Muscle, Clustal Omega, and Geneious

Annealed Oligo Cloning

e

Apply Variants to Reference Sequence
Batch alignment with MUSCLE

(* Batch Restriction Cloning

I

"I Combined mapping and de novo assembly
Export individual sequences as images

Filter

=] A

Group sequences by name
Identify Organism
Map reads then find variations [SNPs

Map reads to each reference sequence

= sl e

Map reads to reference sequence by name
= Merge mapped sequences

» Madify Annotation Intervals

W

Randomly Sample Sequences

L SetCDS Translation Property

@

Split Sequence List
3 Trim and Filter
M, sanger analysis

Tree Build method [ Neighbor-Joining Z&RUET,

| NN Sanger analysis

Sanger sequences trimming, de nova assembly, multiple alignment and tree building

Tree Build Methad:  Meighber-Joining

Cancel

HEU LIS I TN EDTEITIRFIX IS, TARTOYT TV EEGORERNESN
NET—o70—IFEULIERIN. BMELTULET,

W)—Ea1—MO7A T3 lShow Tip LabelsIT. &7 7LD Species(#@) %7z Common
name (LBR) & EIRTEXT .1 @D/N\—O—7 127 PCR T. EMICLITLS 2 DOEZX
BITEBRC&ICTEELETL,

J—2270—ICFLWATY SEEBINTDHIICIE. CBEDT—Y TEIATYITZT ARV IARTH
HARPEY ICETINBDCEZERLTH S EBIML VW ZEZHEHULET,

HUKEBEULEZD—27O0—-ICTENLKT7IoEALIZVWERIE.Y—ILIN—ZH2)voOULT
Customize Z#ERU ERRLED—oDJ0—ICF TV IEANDZET Y—IVIN—ICEE7IER



ZEMTDCENTELT, Ko, TX I K LBFET DR ERFICA TRBICRRINSHWERNY U EIHY
EFRTEINSD Show Toolbar Shortcut #73&E>TW—ILIN—ICIRY U ZEMTDZE
ETEXET,

< @ e lil N g\ [B Y e0@ Customize Toolbar
Back Add Export  Register  BLAST Workflows UL D I DL e
Il Local Quick Help Oof 17 selected % [ ~
I 3D_structure
= Name ~ Topology Molecule Ty... Ambiguities  Common Na
q Randomly Sample Sequences
B Assembling_Chromatagrams
B Creati \'\gli il 1'9,' B 1edonmenl . . . )
reating_Workflows M DSFSE087-07~ eco b linear DNA 57 Longnase sp
I |Ermu catabase M. DsrseE0s7-07- | @ Register b linear DNA 60 Longhose sp
: ;n;zvzmem el B, DSFSE088-07+ | [ | Release License(s) 5 linear DNA 62 Longnase sp
) K DSFSE088-07~ Remave Chimeric Reads b linear DNA 80 Longnose sp
I |Pairwise, alignmerts M DSFSE089-07~ _ 5 linear DNA 89 Longnase sp
I Phylogenetics A Dsrse0sg-o74 | Remave Duplicate Reads 5 linear DNA 55 Longnose sp
I Transfer Annotations J&  DSFsE325-08~ ||| Rename Folder b linear DNA 60 Longnose sp
! Sample Documents J DSFSE325-08~ [ Restore Backup b linear DNA 90 Longnose sp
= )
L) WGl i s J FOADBE-D4FA! — ) ) 5 linear DNA 45 Shortnose s
| L7 Restriction Cloning
Y FOADBB-D4R_A P b linear DNA 51 Shortnose s§
& Cloud J FOAD89-04~F ) || Reverse Complement b linear DNA 114 Shortnose s
0 :E;T“”s . FOA0B9-04-R | [ | (B RunWorkflow b linear DNA 95 Shortnose s}
e H FOADS1-D4F_F1 V] Sanger analysis b linear DNA 51 Shortnose sg
S Gene J4 FOADS1-04R F 9 ¥ b linear DNA 50 Shortnose s
=
o) (s M. FOA92-04F E1 || Save b linear DNA 16 Shortnose s
= Nucleotide Save As
= PopSet
= Search Everywhere
= Protein v
= PubMed Search in Current Folder
= Sstructure Select All
£ Taxonomy Separate Reads by Barcode
= UniProt Rk
<+ Sequence

Cancel :]

RENFTFANV—T AR DWW TN T EFETT,

Geneious BEHE-JV)—rSA7IVI)OIZMNIDVTIZESES
FGeneious Prime CHEMFEI—UI VAR BEDREFIESTFI VY |

TDB News 3.2025
I=FIYIINMAFAO0Y A=t
Phone 03-6240-0843 Fax 03-6240-0461


https://www.digital-biology.co.jp/allianced/products/geneious/
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